Circular RNAs (circRNAs), a kind of non-coding RNAs, have shown large capabilities in gene regulation. However, the mechanisms underlying circRNAs remain largely unknown so far. Recent studies demonstrated that circRNAs play miRNA sponge effects and regulate gene expression by microRNA response elements. Here, we screened circRNA expression profiles of bladder carcinoma using microarray assay. A total of 469 dysregulated circular transcripts are found in bladder cancer compared with normal tissues, among which 285 were up-regulated and 184 were down-regulated. Six circRNAs were identified to have significant differences by qRT-PCR. We speculated that circRNAs might involve in cancer-related pathways via interactions with miRNA by multiple bioinformatical approaches. Therefore, we further predicted that circTCF25 could sequester miR-103a-3p/miR-107, which potentially lead to the up-regulation of thirteen targets related to cell proliferation, migration and invasion. Subsequently, we demonstrated that over-expression of circTCF25 could down-regulate miR-103a-3p and miR-107, increase CDK6 expression, and promote proliferation and migration in vitro and vivo. This is the first study to exploit circRNA profiling and circRNA/miRNA interactions in bladder cancer. Our work laid the foundation to investigate the functions of circRNAs in cancers. The data also suggest that circTCF25 might be a new promising marker for bladder cancer.
not affected by RNase R and RNA exonuclease 12 . Furthermore, the expression of circRNAs manifests tissue and developmental stage-specificity and a fraction of circRNAs displays conservation across species 13, 14 . Importantly, a general phenomenon was discovered that circRNAs could be targeted by endogenous miRNAs, suppressing miRNA activity as miRNA sponge 15 . Also, the statistical measure and gene ontology (GO) enrichment analysis revealed that the protein-coding genes are associated with the miRNA/circRNA interactome 16 . Recently, it has been reported that circRNAs are correlated with cancer-associated miRNAs and the circRNA/ miRNA axes are implicated in cancer-related pathways. Some artificial circRNAs have displayed significant anti-cancer effects 17 . Thus, this emerging family of RNAs could be considered as ideal biomarkers for diagnostic and prognostic purpose and even as potential therapeutic targets in the future. However, the mechanisms of circRNAs underlying cancer development and progression remain largely unknown. Until now, no research has been reported on circRNAs in human bladder cancer.
The molecular mechanisms underlying the circRNAs in bladder cancer remain largely unknown. Therefore, we hypothesize that dysregulating circRNAs might be involved in tumorigenesis and metastasis of bladder cancer. Here, we investigated differentially expressed circRNA profile in 4 pairs of snap-frozen bladder carcinoma and para-carcinoma tissue using high-throughput microarray. The significant differential expressions of representative circRNAs were further confirmed with qRT-RCR in 40 pairs of samples. Next, we constructed a circRNA/ miRNA network by bioinformatics approaches. It was found that circTCF25 could interact with miR-103a-3p and miR-107. DIANA-miRPath enrichment analysis was performed to identify molecular pathways potentially altered by the expression of those miRNAs. Then, we depicted a network containing thirteen pivotal genes correlated with circTCF25-miR-103a-3p/miR-107 axes. DAVID functional annotation was executed for these genes. Finally, we explored the functions of circTCF25 in bladder cancer in vivo and vitro. In summary, our data provided a novel basis for functional research of circRNAs in bladder cancer. The circTCF25 might be a new potential target for bladder cancer diagnosis and therapy. The study may be of biological and clinical importance.
Results
Identification of differentially expressed circRNA profiles. High throughput microarray assay facilitated our research on circRNA expression signatures in bladder cancer. A total of 3243 circRNA targets were detected by microarray probes in four pairs of samples. Differentially expressed circRNAs were displayed through fold change filtering (Fig. 1A) . And the volcano plot filtering identified differentially changed circRNAs with statistical significance between two groups (Fig. 1B) . As a result, 469 circRNAs were detected to be differentially regulated by fold change ≥ 2.0, P < 0.05 and FDR < 0.05, among which 285 circRNAs were up-regulated while 184 circRNAs were down-regulated. Among these circRNAs, up-regulated circRNAs are more common than down-regulated circRNAs. The distribution of the circRNAs on the human chromosomes is depicted (Fig. 1C) . Most of differentially expressed circRNAs are transcribed from the protein coding exons. Some are from introns. While, there are a few other sources of circRNAs (Fig. 1D) . In present study, the top twenty up-and down-regulated circRNAs are listed in Table 1 by fold change. Hierarchical clustering showed that circRNA expression pattern were distinguishable between cancer and normal control samples (Fig. 2) . The data suggested that the expression of circRNAs in bladder cancer tissues is different from that in matched non-tumor tissues.
Construction of the circRNA/miRNA interaction network. To determine the function of circRNAs, interactions between circRNAs and their target miRNAs were theoretically predicted by conserved seed-matching sequence using the software for miRNA target prediction made in Arraystar according to TargetScan and miRanda database. All the differentially expressed circRNAs were predicted according to the complementary miRNA matching sequence. A total of 643 miRNAs could be combined with circRNAs. The data displayed each circRNA and its potential complementary binding miRNAs (see Supplementary Table S1 ). An entire network of circRNA/miRNA interaction was delineated using Cytoscape (Fig. 3A) . Further, the part of the graph is enlarged to display the top 20 up-and down-regulated circRNAs and their acting miRNAs (Fig. 3B) .
Validation for the differential expression level of circRNAs.
Six circRNAs were validated out using qRT-PCR in 40 pairs of samples including the tissues for microarray analysis. The results showed that these circRNAs were significantly differentially expressed. Particularly, circFAM169A (hsa_circ_0007158) and circ-TRIM24 (hsa_circ_0082582) are significantly down-regulated in bladder carcinoma groups, while circTCF25 (hsa_circ_0041103), circZFR (hsa_circ_0072088), circPTK2 (hsa_circ_0005273) and circBC048201 (hsa_ circ_0061265) are significantly higher expressed in carcinoma tissues (Fig. 4A) . The log2 fold-changes were calculated for microarray data and qPCR results (Fig. 4B) . The data indicated that microarray analysis was well consistent with qPCR results regarding the expression levels of the six circRNAs (Fig. 4C) .
Prediction of circRNA-miRNA-mRNA associations. In order to explore the molecular mechanism of circRNAs, the circRNA-miRNA-mRNA axis in cancer-related pathways was predicted. DIANA-miRPath determined all the candidate miRNAs that are involved in possible pathways by p-value cutoff at 0.05. The data showed that circTCF25 was implicated in cancer-related pathways for bladder cancer with the greatest potential. Firstly, it was predicted that circTCF25 could harbor miR-103a-3p and miR-107 by miRNAs seed sequence matching (Fig. 5A) . Then, DIANA-miRPath analysis revealed that both miR-103a-3p and miR-107 were associated with cancer-related pathways (Fig. 5B) . Moreover, DIANA-miRPath demonstrated that a total of six miR-103a-3p associated pathways, fifteen miR-107 associated pathways and thirteen merged miR-103a-3p and miR-107 related pathways. The venn diagram revealed the intersection (Fig. 5C ). The data showed that the pathways in cancer and PI3K-Akt signaling pathway are the crossing pathways related to miR-103a-3p and miR-107. In addition, the statistically significant correlations (p-value) between the two pathways was compared. We found that pathways in cancer were much more significant than PI3K-Akt signaling pathway (Fig. 5D) . Similarly, Pathways in cancer were also the most significant pathways for miR-103a-3p (Fig. 5E ) and miR-107 (Fig. 5F ) mediated pathways respectively. These findings suggest that circTCF25-miR-103a-3p/miR-107 axes might participate in Pathways in cancer.
Annotation for target genes of circTCF25-miR-103a-3p/miR-107 axes. To investigate the functional effects of circTCF25-miR-103a-3p/miR-107 axes, we predicted target genes of miR-103a-3p/miR-107 associated with Pathways in cancer using DIANA-miRPath. The data showed that a total of thirteen genes could be regulated by circTCF25-miR-103a-3p/miR-107 axes. As a result, a network of circRNA/miRNA/mRNA interactions was established (Fig. 6A) . Then, the DAVID functional annotation was performed for target genes. The analysis revealed that these genes were significantly correlated with cell proliferation and migration (Fig. 6B-D and Supplementary Table S2 ). The data were integrated from KEGG and DIANA-miRPath to draw the cancer-related signaling network containing thirteen genes on circTCF25-miR-103a-3p/miR-107 axes (Fig. 6E) . In the network, The circRNAs are classified into 5 types: "exonic", "intronic", "antisense", "intragenic" and "intergenic". P-value: P-value calculated from paired t-test. FDR: FDR is calculated from Benjamini Hochberg FDR. Fold Change:
The absolute ratio (no log scale) of normalized intensities between two conditions. it has been known that CDK6 and CCNE 1 could act on the process of cell cycle and cell proliferation. BCL2 functions as a suppressor of apoptosis. Moreover, RAD 51 could impede the repair of genes, and RUNX 1 T 1 might block the differentiation of cancer cells. HIF 1 A, ARNT and VEGFA are involved in VEGF signaling pathway to promote angiogenesis. In addition, CRKL could activate PKB/Akt/mTOR pathway, WNT 3 A could stimulate Wnt/β -catenin signaling pathway and FGF 2 might trigger ErbB signaling pathway. All of those are considered to be closely related to angiogenesis, tumorigenesis and metastasis.
Determination for the regulatory role of circTCF25-miR-103a-3p/miR-107-CDK6 axes. CDK6 could be targeted by both miR-103a-3p and miR-107 in the network, suggesting that it might be a crucial factor mediated by circTCF25-miR-103a-3p/miR-107 axes. Therefore, we supposed that circTCF25 could play a positive regulatory role on CDK6 to stimulate cell proliferation in bladder cancer. The circTCF25 vector was constructed that could produce circTCF25 transcripts. Meanwhile, a mock empty vector has also been constructed to serve as a control (Fig. 7A ). After transfection, over-expression of circTCF25 was identified using qPCR in T24 and EJ cells (Fig. 7B) . Then, we observed that the expressions of miR-103a-3p and miR-107 were down-regulated significantly in over-expression circTCF25 group compared with mock control in T24 and EJ cells (Fig. 7C) . Meanwhile, the expression levels of miR-103a-3p and miR-107 in bladder carcinoma tissues were lower than those in para-carcinoma tissues by qPCR (Fig. 7D) . Western blot analysis showed that up-regulating circTCF25 could increase the protein level of CDK6 both in EJ and T24 cells (Fig. 7E ). Higher expression of CDK6 has been consistently detected in human bladder carcinoma tissues with immunohistochemistry and Western blot (Fig. 7F,G) . Moreover, T24-circTCF25 and EJ-circTCF25 cells exhibited faster proliferation and stronger migration by Edu and wound healing assays compared with control respectively (Fig. 7H,I ). More red spots were observed in T24-circTCF25 and EJ-circTCF25 cells, indicating an active DNA replication and a vigorous growth in Edu assay. These results suggest that circTCF25 could promote the proliferation, migration, tumor growth and metastasis through circTCF25-miR-103a-3p/miR-107-CDK6 pathway in bladder cancer.
Discussion
In the past years, the existence of circRNAs was occasionally identified with covalent linkages in animal cells. The circRNA was formerly considered to be rare in nature, or even disregarded as noise and artifact of transcription [18] [19] [20] . However, with high-throughput sequencing and bioinformatic analysis, circRNAs are recently identified to be abundant stable ncRNAs 14, 21 . However, in contrast to the plentiful knowledge of biogenesis, to date, the function of circRNAs has been rarely studied. Fortunately, the advent and utilization of circRNA microarray facilitated our research on screening differentially expressed circRNAs and exploring their functions.
In the present study, we first reported on circRNA profiles in bladder cancer. Our circRNA expression profiles revealed that 285 circRNAs are aberrantly up-regulated and 184 circRNAs are down-regulated in bladder carcinoma tissues compared with their paired adjacent noncancerous tissues. In the expression signatures, more than twenty circRNAs are up or down regulated with fold change > 10, which suggests that these significantly differentially expressed circRNAs might be implicated in oncogenesis and development of bladder cancer. Especially, circFAM169A, circTRIM24, circTCF25, circZFR, circPTK2 and circBC048201 were confirmed to be significantly dysregulated in bladder carcinoma compared with adjacent non-tumor tissues by qRT-PCR. One recent study reported that 400 circRNAs were present in human cell free saliva 22 . It has been showed that hundreds of circRNAs have higher expressions than homologous linear transcripts in blood. The circRNA isoforms are easily detected but the corresponding linear mRNAs are actually absent. Therefore, circRNA could embody disease information that cannot be determined by conventional RNA assay, suggesting that the circRNAs are promising biomarkers for clinical application in the future 23 . Therefore, our findings indicated that circFAM169A, circ-TRIM24, circTCF25, circZFR, circPTK2 and circBC048201 represent potentially valuable diagnostic biomarkers for bladder cancer. The six circRNAs are being further tested in our laboratory with tissues, plasma, and urine.
In addition, our study, for the first time, predicted hundreds of circRNA/miRNA interactions based on conserved seed sequence matches. An interaction network of circRNA/miRNA was constructed, which provided valuable information for ceRNA research of circRNAs. The discovery of circRNAs expanded competing endogenous RNAs members, for the complementarity of circRNAs to their linear mRNA counterparts 24 . The model of ceRNAs interplay was clarified in Supplementary Figure S1 , where miRNAs, mRNAs and circRNAs could keep dynamic equilibrium of cellular homeostasis. It is proposed that when the abundance of miRNAs vastly exceeds that of the ceRNAs, most targeted mRNAs would be completely suppressed. On the contrary, when the number of ceRNAs surpass their miRNAs, the competition would be minimizing because of the limited miRNAs available 5, 25 . Recently, it has been known that circRNAs could play miRNA sponge effects and might compete against other endogenous RNAs 14,15,26 . Those circRNAs harboring miRNA binding sites could be potential candidates of ceRNAs. For instance, the circRNA CDR1as contains conserved seed matches to miR-7 and the expression levels of miR-7 targets were decreased when silencing of CDR1as, while, over-expression of CDR1as prevented the downregulation of those targets 14, 15, 27 . It has been demonstrated that miR-7 involves in numerous pathways, for miR-7 could directly down-regulates a number of oncogenes including EGFR, Raf1, Pak1, Ack1, IGF1R, PIK3CD and mTOR 17 . Lately, the report showed that the expression of circRNA ITCH was usually low in esophageal squamous cell carcinoma compared with normal tissues. The cir-ITCH could increase the ITCH production, decoying miR-7, miR-17, and miR-214. Up-regulating ITCH accelerates ubiquitination and degradation of phosphorylated Dvl2, and thereby restrains the Wnt/β -catenin pathway 28 . Theoretically, any RNA transcripts with MREs could sequester miRNAs and act as ceRNA. If the intricate ceRNA network is perturbed, it may lead to cancer. The illumination of RNA interaction would supply new discernment for the underlying mechanisms of oncogenesis and lay the basis for searching new therapy against cancers. It is not clear whether all circRNAs function as miRNA sponges of miRNA. To date, there has been no report on ceRNAs in bladder cancer.
Our results showed that the circTCF25 was highly expressed in bladder cancer compared to control. With bioinformatical methods, we found that circTCF25 have MREs of miR-103a-3p and miR-107. Therefore, we speculated that circTCF25 might competitively bind with miR-103a-3p and miR-107 and relieve inhibitory effects on associated target genes. DIANA-miRPath analysis showed that circTCF25 may be implicated in cancer-associated pathways through targeting miR-103a-3p and miR-107. Integrating diverse bioinformatical data, we depicted a circRNA-miRNA-mRNA regulatory pathway in bladder cancer. The bioinformatical results infer that the circTCF25 could sequester miR-103a-3p and miR-107, which trigger up-regulating expressions of RAD51, BCL2, CDK6, RUNX1T1, AXIN2, ITGA2, FGF2, WNT3A, CRKL, ARNT, CDK6, HIF1A, CCNE1 and VEGFA in the network (Fig. 6A) . DAVID functional annotations for those target genes revealed that the circTCF25-miR-103a-3p/miR-107 axes are implicated in positively regulating cell proliferation and migration. In order to get a general view, a network diagram of crosstalk among these pathways was constructed based on circTCF25-miR-103a-3p/miR-107 axes (Fig. 6E) . The data showed that circTCF25-miR-103a-3p/miR-107 axes Real-time qPCR analysis shows the expression levels of circTCF25 after transfection in T24 and EJ cells. Over-expression of circTCF25 has been confirmed compared to control. Data are shown as mean ± SD, * * * P < 0.001, n = 3. (C) Over-expression of circTCF25 down-regulates the expression of miR103a-3p and miR-107 significantly compared with mock vector group in T24 and EJ cells by qPCR. Mean ± SD, * * P < 0.01, * * * P < 0.001, n = 3. (D) The expression levels of miR-103a-3p and miR-107 in twenty-pair samples. BC, bladder carcinomas. NC, adjacent normal controls. Mean ± SEM. * P < 0.05. (E) Western blot analysis shows the CDK6 protein level in EJ and T24 cells after transfection with circTCF25, mock and nothing. β -actin is internal control. * P < 0.05, n = 3. (F) Representative photographs show immunohistochemical staining of tissues in (D) with antibody of CDK6. Scale bar, 100 μ m. Bladder tumor tissues showed stronger brown staining for CDK6 compared with para-cancer tissues. (G) Western blot analysis of CDK6 using tissues in (F), * P < 0.05. (H) Would healing assay evaluates cell migration capability. The width of wound is measured in three-independent wound sites of each group at 0 and 6 hour. Scale bar, 200 μ m. Mean ± SD, * * P < 0.01. (I) Edu proliferation assay determines cell proliferation ability. More red granules are observed in T24-circTCF25 and EJ-circTCF25 cells, reflecting more active DNA replication. The nuclei are stained by Hoechst 33342. Scale bar, 100 μ m. Mean ± SD, * P < 0.05. could play regulatory roles in increasing proliferation, evading apoptosis, blocking differentiation and promoting angiogenesis. These results suggested that circTCF25 could act as a regulator in oncogenesis and metastasis of bladder cancer. Li et al. proposed that circRNAs could correlate with cancer miRNAs and the circRNA/miRNA axes might participate in cancer-related pathways 17 , which is consistent with our analysis results. In order to further explore the functions of circTCF25-miR-103a-3p/miR-107 axes, over-expression vectors of circTCF25 were transfected into bladder cancer EJ and T24 cells. The results showed that up-regulating circTCF25 could inhibit miR-103a-3p and miR-107 expressions, increase CDK6 protein level, and promote proliferation and migration of EJ and T24 cells. Compared to the adjacent tissues, we found that the circTCF25 and CDK6 were highly expressed in bladder carcinoma tissues, while, miR-103a-3p and miR-107 were lowly expressed in bladder cancer. Previous studies showed that CDK6 along with Cyclin D steers cell cycle process from G 1 to S phase via the phosphorylation and inactivation of the RB1 29 . Also, it has been reported that miR-103a-3p and miR-107 could negatively regulate CDK6 and other oncogenic factors 30, 31 . Our experiment results agreed with these findings. According to bioinformatical prediction and our experiment data, the circTCF25, an emerging circular RNA molecule, might play an important regulatory role via the miR-103a-3p and miR-107 in bladder cancer development.
In conclusion, for the first time, our study revealed the circRNA expression signatures of bladder carcinoma. We established a novel approach for comprehensively screening circRNAs that could be involved in cancer-related pathways with different bioinformatical analysis. Furthermore, the regulatory role of circTCF25-miR-103a-3p/ miR-107-CDK6 pathway was preliminarily confirmed in bladder cancer. Next, the further research on functions and mechanisms underlying circTCF25 is being carried out in our laboratory. Our findings highlighted the possibility that circTCF25 could serve as a valuable target for bladder cancer. These data laid a foundation for further diagnostic, therapeutic and functional research of circRNAs in bladder carcinoma.
Methods
Ethics statement. This study was approved and supervised by The Ethics Committee of Chongqing Medical University. All the experiments were carried out in accordance with UK Home Office regulations. Human bladder carcinoma tissues and surrounding tissues were obtained from the patient receiving operation in The First Affiliated Hospital of Chongqing Medical University. Written informed consents were obtained from patients for research purposes.
Clinical specimens. Four pairs of snap-frozen bladder carcinoma tissue and matched para-carcinoma tissue were recruited from the Hospital Clinic for circRNA microarray analysis. Subsequently, a total of forty-pair samples including the samples for microarray analysis were used for the circRNA validation by reverse transcriptase quantitative (RT-q) PCR. All the experimental subjects were consecutive patients and did not receive any other treatment prior to operation. All the bladder carcinomas were confirmed by experienced pathologists. Clinical and pathologic characteristics of patients were determined according to WHO/ISUP classification and UICC TNM classification and are presented in Supplementary Table S3. RNA extraction. Total RNA was isolated from frozen tissues in liquid nitrogen using TRIzol (Invitrogen, Carlsbad, CA) according to instructions. RNA quantity and quality were evaluated by Nano Drop ND-1000 spectrophotometer (Nano Drop Thermo, Wilmington, DE) and RNA integrity was assessed by agarose gel electrophoresis.
Microarray hybridization. Isolated total RNA was treated with Rnase R (Epicentre, Inc.) to remove linear RNA, and then was amplified and transcribed into fluorescent cRNA using random primer according to Arraystar Super RNA Labeling protocol. Next, the labeled cRNA was purified by RNeasy Mini Kit (Qiagen, Germany). Specific activity (pmol Dye/μ g cRNA) and concentration (μ g/μ l) of cRNA were surveyed to assess the labeling efficiency by Nano Drop ND-1000. After cRNA preparation, 1 μ g labeled cRNA, mixed with 1 μ l 25× Fragmentation Buffer and 5 μ l 10× Blocking Agent, was heated at 60 °C for half an hour. After deliquating the labeled cRNA with 25 μ l 2× Hybridization buffer, 50 μ l hybridization solution was added into the gasket slide and assembled to circRNA expression microarray. The slide was incubated at 65 °C for seventeen hours in Agilent Hybridization Oven. After washing, slides were fixed and scanned to generate images using Agilent Scanner G2505C. And acquired array images were analyzed by Agilent Feature Extraction software. The microarray hybridization and the collection of data were performed by KangChen Bio-tech, Shanghai, China.
Microarray data analysis. Quantile normalization and subsequent data processing were executed using R software package. CircRNAs with at least 4 out of 8 samples that have flags (an attribute that denotes the quality of the entities) in Present or Marginal were considered to be target according to GeneSpring software's definitions and instructions. And target circRNAs were retained for further differential analysis. Comparing two groups (bladder cancer versus normal control) of profile differences, the fold change (i.e. the ratio of the group averages) for each circRNA was computed. Paired t test was performed to analyze the statistical difference. The false discovery rate (FDR) is applied to determine the threshold of P-value. An FDR < 0.05 was recommended. CircRNAs (fold changes ≥ 2.0 and P-values < 0.05) were differentially expressed with statistical significance.
Hierarchical clustering analysis.
To generate an overview of circRNA expression profiles between the two groups, the hierarchical clustering analysis was performed based on expression value of all target circRNAs and the most significant differentially expressed circRNAs using Cluster and TreeView program.
Delineation of circRNA/miRNA interactions. The circRNA/microRNA interaction was predicted using Arraystar's home-made miRNA target prediction software based on miRanda and TargetScan 32, 33 . To establish circRNA-miRNA network, we searched MREs on circRNAs using the software, then selected the miRNAs according to seed match sequences. The graph of the circRNA/miRNA network was drawn with the help of Cytoscape 3.01.
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Quantitative real-time PCR. After RNA extraction, M-MLV reverse transcriptase (Invitrogen, Carlsbad, CA) was used for synthesizing cDNA according to manufacturer's instructions. The expression level of the circRNAs was evaluated by qPCR using SYBR Green assay. Specific divergent primers were designed to amplify the circular transcripts. PCR was performed in 10 μ l reaction volume, including 2 μ l of cDNA, 5 μ l 2× Master Mix, 0.5 μ l of Forward Primer (10 μ M), 0.5 μ l of Reverse Primer (10 μ M) and 2 μ l of double distilled water. The reaction was set at 95 °C for 10 min for pre-denaturation, then at 95 °C for 10 s and at 60 °C for 60 s repeating 40 cycles. β -actin was used as a reference. Both target and reference were amplified in triplicate wells. And the relative level of each circRNA was calculated using 2 −△△Ct method.
Prediction for circRNA-miRNA-mRNA pathways. The miRNA pathway investigating was carried out based on DIANA-miRPath 34 . P < 0.05 was used as the criterion for statistical significance. The miRNA target genes implicated in pathway were introduced into wiring diagrams of interaction networks among genes by the KEGG database 35 . Also, the function of those target genes were predicted and annotated in the network using Database for Annotation, Visualization and Integrated Discovery (DAVID) 36 . In brief, the circRNA-miRNA pathway optimization is carried out as following steps (see Supplementary Figure S2 ). Firstly, we searched miRNA candidates associated cancer-related pathways in the circRNA/miRNA interaction network. Subsequently, functional annotations were performed for target genes in cancer-related pathways. Finally, elaborated signaling pathway networks were constructed gathering target genes and interacting proteins.
Vector construction. To induce TCF25 transcript formation in vitro by nonlinear splicing, circTCF25 over-expression vector was constructed. The specially designed front and back circular frames were synthesized and added to pCDH-CMV-MCS-EF1-copGFP for the circulation of transcripts. As previously reported 15 , the front circular frame contains the endogenous flanking genomic sequence with EcoRI restriction enzyme site, and the back circular frame contains part of the inverted upstream sequence with BamHI site. The cDNA encoding circTCF25 in Hela cells was amplified using primers 5′ -CGGAATTCTGAAATATGCT ATCTTACAGAGAGAGCGCTGTACAGCATGGA-3′ and 5′-CGGGATCCTCAAGAAAAAATATA TTCACCTCCAGGGAACATGGTGAGCGC-3′ . As a result, the 453bp target fragment orderly contains EcoRI site, splice acceptor AG, circTCF25 sequence, splice donor GT and BamHI site. Then, the amplified fragment was cloned to the vector between the two frames. Besides, we also established the mock vector only containing a nonsense stuffer between the two circular frames without the circTCF25 encoding cDNA. The result of vector construction was verified by direct sequencing. The vectors were constructed with the help of Guangzhou Geenseed Biotech Co, Guangzhou, China.
Cell culture and gene transfection. All the cells were cultured in RPMI1640 medium (Gibco-BRL, Carlsbad, CA) with 10% fetal calf serum. Culture plates were incubated at 37 °C in a humidified atmosphere with 5% CO 2 . Cells were transfected with corresponding plasmids using the Lipofectamine 2000 (Invitrogen, Carlsbad, CA) in the light of the manufacturer's recommendations. And the cells were harvested at 48 hour after transfection.
Western blot. Done as described previously 37 , a total of 25 μ g cellular protein was loaded onto 12% SDS PAGE, and then was transferred to PVDF membranes. After blocking for 2 hours, membranes were incubated with primary antibody of CDK6 (1:500 dilution, Santa Cruz, CA) at 4 °C overnight, followed by appropriate HRP conjugated secondary antibody under room temperature for 2 hours and ECL detection.
Proliferation and migration assay. Wound healing and Edu assays were performed to evaluate the ability of proliferation and migration, as previously described 37, 38 . The 5′ -Ethynyl-2′ -deoxyuridine Edu assay was done using the Cell-Light ™ Edu DNA Cell Proliferation Kit (Guangzhou Ribobio Co., Guangzhou, China) according to protocols.
Immunohistochemistry staining. The 5 μ m sections were prepared from bladder cancer patients, and paired carcinoma and para-carcinoma tissues were analyzed. Immunohistochemistry staining was preformed as previously described 37 . Tissue sections were incubated overnight in primary antibody of CDK6 (1:200 dilution, Santa Cruz, CA), followed by bio-anti-rabbit secondary antibody for an hour. The intensity of staining was graded by a modified scoring method, immunostaining were scored by multiplying the intensity score (0 = negative, 1 = low, 2 = high) and the percentage of the total cell population (0 = none stained, 1 = 1~49% stained, 2 = 50~100% stained). The multiplied score less than one was taken for negative staining (− ), one and two were identified as moderate staining (+ ), and four was considered to be intense staining (+ + ).
Statistical analysis. The Wilcoxon signed-rank test was performed to analyze significant differences regarding the expression level of circRNAs and miRNAs between samples. Pearson's Coefficient was applied to compare the microarray data and qPCR results. Student's t test (two-tailed) was performed for other data analysis. P < 0.05 was considered to be significant.
